ABSTRACT Escherichia albertii is an emerging human enteropathogen. We report the draft genome sequence of E. albertii strain Mex-12/320a, isolated from an infant with diarrhea. The presence of the pathogenic island O122/IE6 and the nleA gene, previously found in diarrheagenic enteropathogenic Escherichia coli strains, suggests that E. albertii may cause acute diarrhea.
evaluated with REAPR 1.0.16 (10) . Protein-coding sequences and RNA genes were predicted, and functional annotation was performed with Prokka v1.11. Preassembled contigs were scaffolded using SSPACE_Standard_v3.0.pl (11) , and gaps were closed with GapFiller_v1-10 (12). Default parameters were used for all software during the assembly and annotation process.
The draft chromosome sequence of E. albertii strain Mex-12/320a consists of 4,941,694 bp in 268 scaffolds, with an N 50 value 130,167 bp, a maximum scaffold size of 341 kbp, and 49.54% GϩC content. The genome contains 5,090 predicted genes, of which 4,763 are coding sequences (CDSs), 5 are rRNA (rrn) operons, and 79 are tRNA genes. The genome sequence confirmed the presence of not only the LEE genes but also nleA and cdt-II (cytolethal distending toxin II) virulence genes previously found in other E. albertii strains (13, 14) . To the best of our knowledge, this is the first report of the presence of the complete PAI O122/IE6 (efa1 or lifA, espL, nleB, and nleE genes) in an E. albertii strain.
This work confirms that the E. albertii Mex-12/320a genome harbors virulence genes that have been previously reported in EPEC isolates from children with diarrhea. This finding adds to the growing body of evidence that E. albertii is an emerging pathogen of diarrheal disease (15) and that nleA and the PAI O122/IE6 are virulence markers of A/E Escherichia pathogens. This report, in conjunction with those for other genomes of E. albertii (13, 16, 17) , will contribute to a greater understanding of the phylogeny and evolution of Escherichia species and to the identification of new virulence factors among A/E bacteria.
Data availability. The draft genome assembly of E. albertii strain Mex-12/320a was deposited in DDBJ/ENA/GenBank under the accession number SIZV00000000 and BioProject number PRJNA523447. Sequencing reads for E. albertii strain Mex-12/ 320a have been deposited in the NCBI Sequence Read Archive (SRA) under the accession number SRR9024355.
